This Page Is Inserted by IFW Operations 
and is not a part of the Official Record 



BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 

o BLACK BORDERS 

o TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

o FADED TEXT 

o ILLEGIBLE TEXT 

o SKEWED/SLANTED IMAGES 

o COLORED PHOTOS 

o BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

o GRAY SCALE DOCUMENTS 



IMAGES ARE BEST AVAILABLE COPYo 

As resoeiiflinig docMmeets will mot correct images, 
lease do eot report tlhe nmages to the 
Image Problem MaiDboXo 



1 



SEQUENCE LISTING 



o 



<110> Zuker, Charles S. 

Adler, Jon Elliot 
Lindemeier, Juergen 
Ryba, Nick 
Hoon, Mark 

The Regents of the University of California 



<120> Nucleic Acids Encoding a G-Protein Coupled Receptor 
Involved in Sensory Transduction 

<130> 02307E-088610US 

<140> US 09/361, 652 
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<160> 8 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 840 
<212> PRT 
<213> Rattus sp. 

<220> 

<223> rat G-protein coupled receptor B3 {GPCR-B3) 
<400> 1 

Met Leu Phe Trp Ala Ala His Leu Leu Leu Ser Leu Gin Leu Val Tyr 
15 10 15 

Cys Trp Ala Phe Ser Cys Gin Arg Thr Glu Ser Ser Pro Gly Phe Ser 
20 25 30 

Leu Pro Gly Asp Phe Leu Leu Ala Gly Leu Phe Ser Leu His Gly Asp 
35 40 45 

Cys Leu Gin Val Arg His Arg Pro Leu Val Thr Ser Cys Asp Arg Pro 
50 55 60 

Asp Ser Phe Asn Gly His Gly Tyr His Leu Phe Gin Ala Met Arg Phe 
65 70 75 80 

Thr Val Glu Glu lie Asn Asn Ser Ser Ala Leu Leu Pro Asn lie Thr 
85 90 95 

Leu Gly Tyr Glu Leu Tyr Asp Val Cys Ser Glu Ser Ala Asn Val Tyr 
100 105 110 

Ala Thr Leu Arg Val Leu Ala Leu Gin Gly Pro Arg His lie Glu lie 
115 120 125 



Gin Lys Asp Leu Arg Asn His Ser Ser Lys Val Val Ala Phe lie Gly 
130 135 140 
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Pro Asp Asn Thr Asp His Ala Val Thr Thr Ala Ala Leu Leu Gly Pro 
145 150 155 160 

Phe Leu Met Pro Leu Val Ser Tyr Glu Ala Ser Ser Val Val Leu Ser 
165 170 175 

Ala Lys Arg Lys Phe Pro Ser Phe Leu Arg Thr Val Pro Ser Asp Arg 
180 185 190 

His Gin Val Glu Val Met Val Gin Leu Leu Gin Ser Phe Gly Trp Val 
195 200 205 

Trp lie Ser Leu lie Gly Ser Tyr Gly Asp Tyr Gly Gin Leu Gly Val 
210 215 220 

Gin Ala Leu Glu Glu Leu Ala Val Pro Arg Gly lie Cys Val Ala Phe 
225 230 235 240 

Lys Asp lie Val Pro Phe Ser Ala Arg Val Gly Asp Pro Arg Met Gin 
245 250 255 

Ser Met Met Gin His Leu Ala Gin Ala Arg Thr Thr Val Val Val Val 
260 265 270 

Phe Ser Asn Arg His Leu Ala Arg Val Phe Phe Arg Ser Val Val Leu 
275 280 285 

Ala Asn Leu Thr Gly Lys Val Trp Val Ala Ser Glu Asp Trp Ala lie 
290 295 300 

Ser Thr Tyr lie Thr Ser Val Thr Gly lie Gin Gly lie Gly Thr Val 
305 310 315 320 

Leu Gly Val Ala Val Gin Gin Arg Gin Val Pro Gly Leu Lys Glu Phe 
325 330 335 

Glu Glu Ser Tyr Val Arg Ala Val Thr Ala Ala Pro Ser Ala Cys Pro 
340 345 350 

Glu Gly Ser Trp Cys Ser Thr Asn Gin Leu Cys Arg Glu Cys His Thr 
355 360 365 

Phe Thr Thr Arg Asn Met Pro Thr Leu Gly Ala Phe Ser Met Ser Ala 
370 375 380 

Ala Tyr Arg Val Tyr Glu Ala Val Tyr Ala Val Ala His Gly Leu His 
385 390 395 400 

Gin Leu Leu Gly Cys Thr Ser Glu lie Cys Ser Arg Gly Pro Val Tyr 
405 410 415 

Pro Trp Gin Leu Leu Gin Gin lie Tyr Lys Val Asn Phe Leu Leu His 
420 425 430 

Glu Asn Thr Val Ala Phe Asp Asp Asn Gly Asp Thr Leu Gly Tyr Tyr 
435 440 445 

Asp lie lie Ala Trp Asp Trp Asn Gly Pro Glu Trp Thr Phe Glu lie 
450 455 460 
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lie Gly Ser Ala Ser Leu Ser Pro Val His Leu Asp lie Asn Lys Thr 
465 470 475 480 

Lys lie Gin Trp His Gly Lys Asn Asn Gin Val Pro Val Ser Val Cys 
485 490 495 

Thr Thr Asp Cys Leu Ala Gly His His Arg Val Val Val Gly Ser His 
500 ' 505 510 

His Cys Cys Phe Glu Cys Val Pro Cys Glu Ala Gly Thr Phe Leu Asn 
515 520 525 

Met Ser Glu Leu His lie Cys Gin Pro Cys Gly Thr Glu Glu Trp Ala 
530 535 540 

Pro Lys Glu Ser Thr Thr Cys Phe Pro Arg Thr Val Glu Phe Leu Ala 
545 550 555 560 

Trp His Glu Pro lie Ser Leu Val Leu lie Ala Ala Asn Thr Leu Leu 
565 570 575 

Leu Leu Leu Leu Val Gly Thr Ala Gly Leu Phe Ala Trp His Phe His 
580 585 590 

Thr Pro Val Val Arg Ser Ala Gly Gly Arg Leu Cys Phe Leu Met Leu 
595 600 605 

Gly Ser Leu Val Ala Gly Ser Cys Ser Phe Tyr Ser Phe Phe Gly Glu 
610 615 620 

Pro Thr Val Pro Ala Cys Leu Leu Arg Gin Pro Leu Phe Ser Leu Gly 
625 630 635 640 

Phe Ala lie Phe Leu Ser Cys Leu Thr lie Arg Ser Phe Gin Leu Val 
645 650 655 

lie lie Phe Lys Phe Ser Thr Lys Val Pro Thr Phe Tyr Arg Thr Trp 
660 665 670 

Ala Gin Asn His Gly Ala Gly Leu Phe Val lie Val Ser Ser Thr Val 
675 680 685 

His Leu Leu lie Cys Leu Thr Trp Leu Val Met Trp Thr Pro Arg Pro 
690 695 700 

Thr Arg Glu Tyr Gin Arg Phe Pro His Leu Val lie Leu Glu Cys Thr 
705 710 715 720 

Glu Val Asn Ser Val Gly Phe Leu Leu Ala Phe Thr His Asn lie Leu 
725 730 735 

Leu Ser lie Ser Thr Phe Val Cys Ser Tyr Leu Gly Lys Glu Leu Pro 
740 745 750 

Glu Asn Tyr Asn Glu Ala Lys Cys Val Thr Phe Ser Leu Leu Leu Asn 
755 760 765 

Phe Val Ser Trp lie Ala Phe Phe Thr Met Ala Ser lie Tyr Gin Gly 
770 775 780 
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Ser Tyr Leu Pro Ala Val Asn Val Leu Ala Gly Leu Thr Thr Leu Ser 
785 790 795 800 

Gly Gly Phe Ser Gly Tyr Phe Leu Pro Lys Cys Tyr Val lie Leu Cys 
805 810 815" 

Arg Pro Glu Leu Asn Asn Thr Glu His Phe Gin Ala Ser lie Gin Asp 
820 825 830 

Tyr Thr Arg Arg Cys Gly Thr Thr 
835 840 



<210> 2 

<211> 842 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse G-protein coupled receptor B3 {GPCR-B3) 
<400> 2 

Met Leu Phe Trp Ala Ala His Leu Leu Leu Ser Leu Gin Leu Ala Val 
15 10 15 

Ala Tyr Cys Trp Ala Phe Ser Cys Gin Arg Thr Glu Ser Ser Pro Gly 
20 25 30 

Phe Ser Leu Pro Gly Asp Phe Leu Leu Ala Gly Leu Phe Ser Leu His 
35 40 45 

Ala Asp Cys Leu Gin Val Arg His Arg Pro Leu Val Thr Ser Cys Asp 
50 55 60 

Arg Ser Asp Ser Phe Asn Gly His Gly Tyr His Leu Phe Gin Ala Met 
65 70 75 80 

Arg Phe Thr Val Glu Glu lie Asn Asn Ser Thr Ala Leu Leu Pro Asn 
85 90 95 

lie Thr Leu Gly Tyr Glu Leu Tyr Asp Val Cys Ser Glu Ser Ser Asn 
100 105 110 

Val Tyr Ala Thr Leu Arg Val Pro Ala Gin Gin Gly Thr Gly His Leu 
115 120 125 

Glu Met Gin Arg Asp Leu Arg Asn His Ser Ser Lys Val Val Ala Leu 
130 135 140 

lie Gly Pro Asp Asn Thr Asp His Ala Val Thr Thr Ala Ala Leu Leu 
145 150 155 160 

Ser Pro Phe Leu Met Pro Leu Val Ser Tyr Glu Ala Ser Ser Val lie 
165 170 175 

Leu Ser Gly Lys Arg Lys Phe Pro Ser Phe Leu Arg Thr lie Pro Ser 
180 185 190 

Asp Lys Tyr Gin Val Glu Val lie Val Arg Leu Leu Gin Ser Phe Gly 
195 200 205 
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Trp Val Trp He Ser Leu Val Gly Ser Tyr Gly Asp Tyr Gly Gin Leu 
210 215 220 

Gly Val Gin Ala Leu Glu Glu Leu Ala Thr Pro Arg Gly He Cys Val 
225 230 235 240 

Ala Phe Lys Asp Val Val Pro Leu Ser Ala Gin Ala Gly Asp Pro Arg 
245 250 255 

Met Gin Arg Met Met Leu Arg Leu Ala Arg Ala Arg Thr Thr Val Val 
260 265 270 

Val Val Phe Ser Asn Arg His Leu Ala Gly Val Phe Phe Arg Ser Val 
275 280 285 

Val Leu Ala Asn Leu Thr Gly Lys Val Trp He Ala Ser Glu Asp Trp 
290 295 300 

Ala He Ser Thr Tyr He Thr Asn Val Pro Gly He Gin Gly He Gly 
305 310 315 320 

Thr Val Leu Gly Val Ala He Gin Gin Arg Gin Val Pro Gly Leu Lys 
325 330 335 

Glu Phe Glu Glu Ser Tyr Val Gin Ala Val Met Gly Ala Pro Arg Thr 
340 345 350 

Cys Pro Glu Gly Ser Trp Cys Gly Thr Asn Gin Leu Cys Arg Glu Cys 
355 360 365 

His Ala Phe Thr Thr Trp Asn Met Pro Glu Leu Gly Ala Phe Ser Met 
370 375 380 

Ser Ala Ala Tyr Asn Val Tyr Glu Ala Val Tyr Ala Val Ala His Gly 
385 390 395 400 

Leu His Gin Leu Leu Gly Cys Thr Ser Gly Thr Cys Ala Arg Gly Pro 
405 410 415 

Val Tyr Pro Trp Gin Leu Leu Gin Gin He Tyr Lys Val Asn Phe Leu 
420 425 430 

Leu His Lys Lys Thr Val Ala Phe Asp Asp Lys Gly Asp Pro Leu Gly 
435 440 445 

Tyr Tyr Asp He He Ala Trp Asp Trp Asn Gly Pro Glu Trp Thr Phe 
450 455 460 

Glu Val He Gly Ser Ala Ser Leu Ser Pro Val His Leu Asp He Asn 
465 470 475 4 80 

Lys Thr Lys He Gin Trp His Gly Lys Asn Asn Gin Val Pro Val Ser 
485 490 495 

Val Cys Thr Arg Asp Cys Leu Glu Gly His His Arg Leu Val Met Gly 
500 505 510 

Ser His His Cys Cys Phe Glu Cys Met Pro Cys Glu Ala Gly Thr Phe 
515 520 525 
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Leu Asn Thr Ser Glu Leu His Thr Cys Gin Pro Cys Gly Thr Glu Glu 
530 535 540 

Trp Ala Pro Glu Gly Ser Ser Ala Cys Phe Ser Arg Thr Val Glu Phe 
545 550 555 560 

Leu Gly Trp His Glu Pro lie Ser Leu Val Leu Leu Ala Ala Asn Thr 
565 570 575 

Leu Leu Leu Leu Leu Leu lie Gly Thr Ala Gly Leu Phe Ala Trp Arg 
580 585 590 

Leu His Thr Pro Val Val Arg Ser Ala Gly Gly Arg Leu Cys Phe Leu 
595 600 605 

Met Leu Gly Ser Leu Val Ala Gly Ser Cys Ser Leu Tyr Ser Phe Phe 
610 615 620 

Gly Lys Pro Thr Val Pro Ala Cys Leu Leu Arg Gin Pro Leu Phe Ser 
625 630 635 640 



Leu Ser Cys Leu Thr lie Arg Ser Phe Gin 

650 655 

Phe Ser Thr Lys Val Pro Thr Phe Tyr His 

665 670 

Gly Ala Gly lie Phe Val He Val Ser Ser 

680 685 

Cys Leu Thr Trp Leu Ala Met Trp Thr Pro 



Leu Gly Phe Ala He Phe 
645 

Leu Val He He Phe Lys 
660 

Thr Trp Ala Gin Asn His 
675 

Thr Val His Leu Phe Leu 

690 695 

Arg Pro Thr Arg Glu Tyr Gin Arg 
705 710 

Cys Thr Glu Val Asn Ser Val Gly 
725 

He Leu Leu Ser He Ser Thr 
740 

Leu Pro Glu Asn Tyr Asn Glu Ala 
755 760 

Leu His Phe Val Ser Trp He Ala 
770 775 



700 

Phe Pro His Leu Val He Leu Glu 
715 720 

Phe Leu Val Ala Phe Ala His Asn 
730 735 



Lys Cys Val Thr Phe Ser Leu Leu 
765 

Phe Phe Thr Met Ser Ser He Tyr 
780 



Phe Val Cys Ser Tyr Leu Gly Lys Glu 
745 750 



Gin Gly Ser Tyr Leu Pro Ala Val Asn Val Leu Ala Gly Leu Ala Thr 
785 790 795 800 

Leu Ser Gly Gly Phe Ser Gly Tyr Phe Leu Pro Lys Cys Tyr Val He 
805 810 815 

Leu Cys Arg Pro Glu Leu Asn Asn Thr Glu His Phe Gin Ala Ser He 
820 825 830 

Gin Asp Tyr Thr Arg Arg Cys Gly Thr Thr 
835 840 
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<210> 3 

<211> 777 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> human G-protein coupled receptor B3 {GPCR-B3) 

<400> 3 

Arg Ser Cys Ser Phe Asn Glu His Gly Tyr His Leu Phe Gin Ala Met 
1 5 10 15 

Arg Leu Gly Val Glu Glu lie Asn Asn Ser Thr Ala Leu Leu Pro Asn 
20 25 30 

lie Thr Leu Gly Tyr Gin Leu Tyr Asp Val Cys Ser Asp Ser Ala Asn 
35 40 45 

Val Tyr Ala Thr Leu Arg Val Leu Ser Leu Pro Gly Gin His His lie 
50 55 60 

Glu Leu Gin Gly Asp Leu Leu His Tyr Ser Pro Thr Val Leu Ala Val 
65 70 75 80 

lie Gly Pro Asp Ser Thr Asn Arg Ala Ala Thr Thr Ala Ala Leu Leu 
85 90 95 

Ser Pro Phe Leu Val His lie Ser Tyr Ala Ala Ser Ser Glu Thr Leu 
100 105 110 

Ser Val Lys Arg Gin Tyr Pro Ser Phe Leu Arg Thr lie Pro Asn Asp 
115 120 125 

Lys Tyr Gin Val Glu Thr Met Val Leu Leu Leu Gin Lys Phe Gly Trp 
130 135 140 

Thr Trp lie Ser Leu Val Gly Ser Ser Asp Asp Tyr Gly Gin Leu Gly 
145 150 155 160 

Val Gin Ala Leu Glu Asn Gin Ala Leu Val Arg Gly lie Cys lie Ala 
165 170 175 

Phe Lys Asp lie Met Pro Phe Ser Ala Gin Val Gly Asp Glu Arg Met 
180 185 190 

Gin Cys Leu Met Arg His Leu Ala Gin Ala Gly Ala Thr Val Val Val 
195 200 205 

Val Phe Ser Ser Arg Gin Leu Ala Arg Val Phe Phe Glu Ser Val Val 
210 215 220 

Leu Thr Asn Leu Thr Gly Lys Val Trp Val Ala Ser Glu Ala Trp Ala 
225 230 235 240 

Leu Ser Arg His lie Thr Gly Val Pro Gly lie Gin Arg lie Gly Met 
245 250 255 

Val Leu Gly Val Ala lie Gin Lys Arg Ala Val Pro Gly Leu Lys Ala 
260 265 270 
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Phe Glu Glu Ala Tyr Ala Arg Ala Asp Lys Glu Ala Pro Arg Pro Cys 
275 280 285 

His Lys Gly Ser Trp Cys Ser Ser Asn Gin Leu Cys Arg Glu Cys Gin 
290 295 300 

Ala Phe Met Ala His Thr Met Pro Lys Leu Lys Ala Phe Ser Met Ser 
305 310 315 320 

Ser Ala Tyr Asn Ala Tyr Arg Ala Val Tyr Ala Val Ala His Gly Leu 
325 330 335 

His Gin Leu Leu Gly Cys Ala Ser Glu Leu Cys Ser Arg Gly Arg Val 
340 345 350 

Tyr Pro Trp Gin Leu Leu Glu Gin lie His Lys Val His Phe Leu Leu 
355 360 365 

His Lys Asp Thr Val Ala Phe Asn Asp Asn Arg Asp Pro Leu Ser Ser 
370 375 380 

Tyr Asn lie lie Ala Trp Asp Trp Asn Gly Pro Lys Trp Thr Phe Thr 
385 390 395 400 

Val Leu Gly Ser Ser Thr Trp Ser Pro Val Gin Leu Asn lie Asn Glu 
405 410 415 

Thr Lys lie Gin Trp His Gly Lys Asn His Gin Val Pro Lys Ser Val 
420 425 430 

Cys Ser Ser Asp Cys Leu Glu Gly His Gin Arg Val Val Thr Gly Phe 
435 440 445 

His His Cys Cys Phe Glu Cys Val Pro Cys Gly Ala Gly Thr Phe Leu 
450 455 460 

Asn Lys Ser Glu Leu Tyr Arg Cys Gin Pro Cys Gly Thr Glu Glu Trp 
465 470 475 480 

Ala Pro Glu Gly Ser Gin Thr Cys Phe Pro Arg Thr Val Val Phe Leu 
485 490 495 

Ala Leu Arg Glu His Thr Ser Trp Val Leu Leu Ala Ala Asn Thr Leu 
500 505 510 

Leu Leu Leu Leu Leu Leu Gly Thr Ala Gly Leu Phe Ala Trp His Leu 
515 520 525 

Asp Thr Pro Val Val Arg Ser Ala Gly Gly Arg Leu Cys Phe Leu Met 
530 535 540 

Leu Gly Ser Leu Ala Ala Gly Ser Gly Ser Leu Tyr Gly Phe Phe Gly 
545 550 555 560 

Glu Pro Thr Arg Pro Ala Cys Leu Leu Arg Gin Ala Leu Phe Ala Leu 
565 570 575 

Gly Phe Thr lie Phe Leu Ser Cys Leu Thr Val Arg Ser Phe Gin Leu 
580 585 590 
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He He He Phe Lys Phe Ser Thr Lys Val Pro Thr Phe Tyr His Ala 
595 600 605 



Trp Val Gin Asn His Gly Ala Gly Leu Phe Val Met He Ser Ser Ala 
610 615 620 

Ala Gin Leu Leu He Cys Leu Thr Trp Leu Val Val Trp Thr Pro Leu 
625 630 635 640 

Pro Ala Arg Glu Tyr Gin Arg Phe Pro His Leu Val Met Leu Glu Cys 
645 650 655 

Thr Glu Thr Asn Ser Leu Gly Phe He Leu Ala Phe Leu Tyr Asn Gly 
660 665 670 

Leu Leu Ser He Ser Ala Phe Ala Cys Ser Tyr Leu Gly Lys Asp Leu 
675 680 685 

Pro Glu Asn Tyr Asn Glu Ala Lys Cys Val Thr Phe Ser Leu Leu Phe 
690 695 700 

Asn Phe Val Ser Trp He Ala Phe Phe Thr Thr Ala Ser Val Tyr Asp 
705 710 715 720 

Gly Lys Tyr Leu Pro Ala Ala Asn Met Met Ala Gly Leu Ser Ser Leu 
725 730 735 

Ser Ser Gly Phe Gly Gly Tyr Phe Leu Pro Lys Cys Tyr Val He Leu 
740 745 750 

Cys Arg Pro Asp Leu Asn Ser Thr Glu His Phe Gin Ala Ser He Gin 
755 760 765 

Asp Tyr Thr Arg Arg Cys Gly Ser Thr 
770 775 



<210> 4 
<211> 2771 
<212> DNA 
<213> Rattus sp. 

<220> 

<223> rat G-protein coupled receptor B3 (GPCR-B3) 
<400> 4 

attcacatca gagctgtgct cagccatgct gggcagaggg acgacggctg gccagcatgc 60 

tcttctgggc tgctcacctg ctgctcagcc tgcagttggt ctactgctgg gctttcagct 120 

gccaaaggac agagtcctct ccaggcttca gccttcctgg ggacttcctc cttgcaggtc 180 

tgttctccct ccatggtgac tgtctgcagg tgagacacag acctctggtg acaagttgtg 240 

acaggcccga cagcttcaac ggccatggct accacctctt ccaagccatg cggttcactg 300 

ttgaggagat aaacaactcc tcggccctgc ttcccaacat caccctgggg tatgagctgt 360 

acgacgtgtg ctcagaatct gccaatgtgt atgccaccct gagggtgctt gccctgcaag 420 

ggccccgcca catagagata cagaaagacc ttcgcaacca ctcctccaag gtggtggcct 480 

tcatcgggcc tgacaacact gaccacgctg tcactaccgc tgccttgctg ggtcctttcc 540 

tgatgcccct ggtcagctat gaggcaagca gcgtggtact cagtgccaag cgcaagttcc 600 

cgtctttcct tcgtaccgtc cccagtgacc ggcaccaggt ggaggtcatg gtgcagctgc 660 

tgcagagttt tgggtgggtg tggatctcgc tcattggcag ctacggtgat tacgggcagc 720 

tgggtgtgca ggcgctggag gagctggccg tgccccgggg catctgcgtc gccttcaagg 780 

acatcgtgcc tttctctgcc cgggtgggtg acccgaggat gcagagcatg atgcagcatc 840 

tggctcaggc caggaccacc gtggttgtgg tcttctctaa ccggcacctg gctagagtgt 900 
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tct tcaggtc 
gggccat etc 
gtgtggccgt 
gggctgtaac 
tgtgccggga 
tgagtgccgc 
t cc tggga t g 
agcagat c t a 
gggacact ct 
1 1 gaga t ca t 
t ccag tggca 
cagggcacca 
aagctgggac 
aatgggcacc 
atgaaccca t 
ggactgctgg 
ggctgtgct t 
tcggggagcc 
cca tct tcct 
ct accaaggt 
tea t tgtcag 
cacgacccac 
tcaact ctgt 
tcgtctgcag 
cct t cagcct 
accagggcag 
get tcagcgg 
atacagaaca 
ccactggaaa 
agtggggccg 
acgeggaaga 
aaaaaaaaaa 



cgtggtgctg 
cacgt aca t c 
ccagcagaga 
agctgct ccc 
gtgccacacg 
c tacagagtg 
tact tct gag 
caaggtgaat 
aggt tactac 
tggct c tgcc 
cgggaagaac 
cagggtggt t 
ct t t ctcaac 
caaggagagc 
ct ct t tggtg 
cctgtt tgcc 
cct catgct g 
cacggtgccc 
ctcctgcctg 
gcccaca 1 1 c 
ct ccacggtc 
cagggaatac 
aggct t cctg 
ctacctgggt 
get cctcaac 
etaectgect 
t tact tcct c 
cttteaggee 
ggtgcagaeg 
agagcttgag 
ateeagtgca 



gccaacetga 
aceagcgt ga 
caagt ccct g 
agcgc 1 1 gee 
t teacgactc 
ta tgaggctg 
atctgt tcca 
tttcttctac 
gaca t ca t eg 
teact gt ct e 
aat caggtgc 
g t ggg 1 1 ccc 
atgagtgagc 
aetact tgct 
ctaa t ageag 
tggcat t t t e 
ggt t ccct gg 
gcgtgct t gc 
acaat ccget 
taccgt aeet 
cat t tgct ca 
cagegct t cc 
ttggct ttca 
aaggaactgc 
ttcgt a t cct 
gcggt caatg 
cecaagtgct 
t ccatceagg 
ggaaggaagc 
gtgt ct ggga 
ataaagacgg 



ctggcaaagt 
ct ggga t cca 
ggc t gaagga 
cggaggggtc 
gt aaca tgcc 
tgt aegctgt 
gaggcecagt 
at gagaa tac 
cetgggae tg 
eag 1 1 ca tc t 
ct g tg t cagt 
aceact gc tg 
t teacat ctg 
tcccacgeae 
e t aacacgct 
acacacct gt 
t ggecggaag 
tgcgtcagcc 
cct tccaact 
gggcceaaaa 
tct gt ct cac 
ccea t ctggt 
cccacaacat 
eagagaaeta 
ggat cgcctt 
t get ggcagg 
atgtgat tct 
act acacgag 

gagct ccggc 
gaagt gtgaa 



gtgggt cgcc 
aggcat tggg 
gt 1 1 gaggag 
ctggtgcagc 
cacgct tgga 
ggcccacgge 
etacccct gg 
tgtggca 1 1 1 
gaa tggacct 
ggaeat aaat 
gtg taccacg 
ct t tgagtgt 
ccagcctt gt 
ggtggagt t c 
at tgctgctg 
ag tgaggt ca 
1 1 gcaget t e 

ggtcatca t c 
cca t ggt gca 
atggcttgt a 
gat tctcgag 
tctcct ctce 
taatgaagcc 
ct teaccatg 
gctgaceaca 
etgeeg tcca 
gcgctgeggc 
gtgctgaagg 
acagcttacg 
aaaaaaaaaa 



t cagaagact 
acggtgetcg 
t ct t a tg t ca 
act aaccage 
gcct tct cca 
ct ceaceage 

ga t gacaacg 
gaa tggacct 
aagacaa aaa 
gae tg tetgg 
g t gccc t gcg 
ggaacagaag 
t tggct t ggc 
c t gc t gg 1 1 g 
gctgggggt a 
t at agct tct 
ct cgggtttg 
t tcaagtttt 
ggtctatteg 
atgtggaccc 
tgcaeagagg 
atcagt acct 
aaa tgtgtca 
gccagcatt t 
ct gagcggcg 
gaact caaca 
actacctgat 
tggcgggtcc 
atgtataagc 
aaaaaaaaaa 



960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

24 60 

2520 

2580 

2640 

2700 

2760 

2771 



<210> 5 
<211> 2579 
<212> DNA 
<213> Mus sp, 

<220> 

<223> mouse G-protein coupled receptor B3 (GPCR-B3) 
<400> 5 

tttggccagc atgcttttct gggcagctca cctgctgctc agcctgcagc tggccgttgc 60 

ttactgctgg gctttcagct gccaaaggac agaatcctct ccaggtttca gcctccctgg 120 

ggactteetc ctggcaggcc tgttctecct ccatgctgac tgtetgeagg tgagacaeag 180 

acctctggtg acaagttgtg acaggtetga cagetteaac ggccatggct atcacctctt 240 

ccaagccatg cggttcaccg ttgaggagat aaaeaactec acagctctgc ttcccaacat 300 

caccctgggg tatgaactgt atgacgtgtg ctcagagtct tccaatgtct atgccaccct 360 

gagggtgccc gcccagcaag ggacaggcca cctagagatg cagagagatc ttcgcaacca 420 

ctcctccaag gtggtggcac tcattgggcc tgataacact gaccacgctg tcaccactgc 480 

tgcectgctg agcccttttc tgatgeeeet ggtcagetat gaggegagea gegtgatcct 540 

eagtgggaag cgcaagttcc cgtccttett gcgeaccatc cccagcgata agtaccaggt 600 

ggaagtcata gtgcggctgc tgcagagctt eggctgggtc tggatctcgc tcgttggcag 660 

ctatggtgac tacgggcagc tgggcgtaca ggcgctggag gagctggcca ctccacgggg 720 

catctgcgtc gccttcaagg acgtggtgee tctctccgcc caggegggtg acccaaggat 780 

gcagcgcatg atgctgcgtc tggctegage caggaccaec gtggtcgtgg tcttctetaa 840 

ccggcacctg gctggagtgt tcttcaggtc tgtggtgctg gccaacetga ctggcaaagt 900 

gtggatcgcc tccgaagact gggccatetc eacgtacatc accaatgtgc ccgggatcea 960 

gggcattggg acggtgctgg gggtggceat ccagcagaga caagtccctg gcctgaagga 1020 

gtttgaagag tcctatgtce aggeagtgat gggtgctcec agaacttgcc cagaggggtc 1080 
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ctggtgcggc 
cgagct t gga 
ggcccacggc 
ctacccct gg 
tgtagcat t c 
gaa t ggacct 
agacat aaat 
gtgt accagg 
cttcgagt gc 
ccagcct tg t 
cgtggagt t c 
a t tgctgctg 
t g t gaggt ca 
ttgcagcctc 
cctcttttct 
ggtcatcat c 
ccatggtgcc 
gtggcttgca 
gat t cttgag 
cctcctct cc 
taacgaagcc 
ct tcacca tg 
gctggccact 
ctgccgtcca 
gcgctgcggc 



ac t aaccagc 
gcct tctcca 
c t ccaccagc 
cagct tct tc 
gatgacaagg 
gaatggacct 
aagacaaaaa 
gactg tctcg 
a t gccctgtg 
ggaacagaag 
1 1 ggggtggc 
ct gctgattg 
gc t gggggta 
t acagcttct 
ct cgggt t tg 
ttcaagtttt 
ggaat attcg 
at gtggaccc 
tgcacagagg 
a t cagcacct 
aaatgtgtca 
t ccagca t tt 
ctgagtggcg 
gaact caaca 
act acctgag 



t gtgcaggga 
tgagcgc tgc 
tcctggga tg 
agcaga tcta 
gggaccct ct 
t tgaggtcat 
t ccagtggca 
aagggcacca 
aagc t ggga c 
aatgggcccc 
a t ga accca t 
ggactgct gg 
ggc t gt get t 
t cgggaagcc 
ccat t ttcct 
ctaccaagg t 
teat tgtcag 
cacggcccac 
t caactctgt 
t tgtctgcag 
cct t cagcct 
accagggcag 
get t cagcgg 
acacagaaca 
gcgctgcggc 



gtgt cacgct 
c tacaatgtg 
t acctctggg 
caagg tgaat 
aggt ta t ta t 
t ggt tctgce 
cgggaagaac 
caggttggtc 
atttctcaac 
tgaggggage 
c t ct t tggtg 
cctgt t tgcc 
cc t ca tgctg 
cacggtgccc 
ct cctgtctg 
acccacat t c 
ctccacggtc 
cagggagt ac 
gggct t cctg 
ct acct gggt 
get cctccac 
ct acct accc 
ctat ttcctc 
ctttcaggcc 
a ct acctgag 



t tcacgaca t 
t a t gaggctg 
acc tgtgcca 
1 1 cct t ctac 
gacatcat eg 
t cactgt etc 
aat cagg tgc 
atgggt t ecc 
acgagtgagc 
t cagcctgct 
ct a t tagcag 
tggcgtct tc 
gg 1 1 cct tgg 
gcgt get tgc 
acaa tccgct 
taccacact t 
cat ttgt tec 
cagegct t ce 
gt gget t teg 
aaggaaetgc 
tt cgt at cct 
gcggtcaat g 
cctaaat get 
teca tceagg 
gcgctgcggc 



ggaaca tgcc 
t gt a tgctgt 
gaggeccag t 
a taagaagae 
cct gggactg 
cagt t catet 
ct gt g tcagt 
accac tgctg 
1 1 cacacctg 
t ct cacgcac 
ct aacacgct 
acaegcc tg t 
t age tgggag 
tgcgt cagec 
cct tecaact 
gggcccaaaa 
t ctgtctcac 
eccat etggt 
eacacaaca t 
eggagaact a 
ggatcgct t t 
t gc t ggcagg 
acgtgat t ct 
actacacgag 
act acctga 



1140 
1200 
1260 
132 0 
1380 

14 4 0 
1500 

15 60 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
24 60 
2520 
2579 



<210> 6 

<211> 2333 

<212> DNA 

<213> Homo sapiens 



<220> 

<223> human G-protein coupled receptor (GPCR-B3) 



<400> 6 

aggtcttgta 

gaggagataa 

gatgtgt gt t 

caacaccaca 

at tgggcct g 

gtgcatatta 

tt cctgcgca 

aagttcgggt 

gtgcaggcae 

atgccct t ct 

caggccgggg 

gagtccgtgg 

etctccaggc 

gccatccaga 

gacaaggagg 

gagaatgeea 

etgcctacaa 

gctgtgcctc 

tccacaaggt 

ccctcagt ag 

tcctcggt t c 

ggcacggaaa 

accagcgagt 

ggacctt cct 

cacctgaggg 



gcttcaatga 
acaactccac 
ct gactctgc 
tagagct eca 
acagcaceaa 
gctatgcggc 
ccat ccceaa 
ggacctggat 
tggagaacca 
ctgcccaggt 
ccaccgtcgt 
tgetgaceaa 
acatcactgg 
agagggctgt 
eceetaggcc 
agett tcatg 
cgcat acegg 
tgagctctgt 
gcat t tcett 
ctataacata 
ct ccacatgg 
gaaccaccag 
ggttacgggt 
caacaagagc 
aagccagacc 



geatggctac 
ggccetgctg 
caatgtgt at 
aggagacct t 
eegtget gee 
cagcagcgag 
tgaeaagt ac 
ct ctctggt t 
ggcectggt c 
gggcgat gag 
ggttgttttt 
ectgact ggc 
ggtgcccggg 
ccctggcctg 
ttgcaeaagg 
gcacacacga 
gctgtgt a tg 
tceaggggcc 
ctacacaagg 
attgectggg 
tcteeagt t c 
gtgcctaagt 
ttccatcact 
gagctctaca 
tgcttcccgc 



cacctcttcc 
cccaacatca 
gccacgctga 
ctccactatt 
accacagccg 
acgctcagcg 
eaggtggaga 
ggcagcagtg 
aggggcatct 
aggatgcagt 
t ccagccggc 
aaggtgtggg 
atccagcgca 
aaggcgtttg 
gctcctggtg 
t gcccaagct 
cggtggccca 
gagtctaccc 
acactgtggc 
actggaatgg 
agctaaacat 
ctgtgtgttc 
gctgctttga 
ga tgccagcc 
gcactgtggt 



aggctatgcg 
ccctggggta 
gagtgctct c 
cccctacggt 
cect get gag 
tgaagcggea 
ccatggtget 
acgactatgg 
gcattgcttt 
gcct catgeg 
agttggccag 
tcgcctcaga 
ttgggatggt 
aagaagcct a 
cagcagcaat 
caaagectt c 
tggcctccac 
ctggcagctt 
gt t taatgac 
acccaagtgg 
aaatgagace 
cagcgact gt 
gtgtgtgcce 
ttgtggaaca 
gtttttggct 



gcttggggt t 
ccagctgtat 
cct gccaggg 
get ggcagtg 
cect tt cctg 
gtatccct ct 
get gctgcag 
gcagctaggg 
caaggacat c 
ccacctggcc 
ggtgtttttc 
ageetgggcc 
gctgggcgtg 
t gcecgggca 
cagctctgca 
tceatgagt t 
cagctcctgg 
t tggagcaga 
aacagagatc 
acct tcacgg 
aaaa tccagt 
ct tgaagggc 
tgtggggctg 
gaagagtggg 
ttgcgtgagc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 
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acacc t ct t g 
ctggcctgt t 
gctttcttat 
aacccacaag 
tcct gt cct g 
aggtacctac 
t cage t cage 
ct gctaggga 
ccctgggc 1 1 
gcagctiacct 
gcctgct ct t 
gcaagtacct 
g tgggtattt 
agcact t cca 



ggtgctgctg 
t gcctggcac 
gctgggct cc 
gcctgcg t gc 
cctgacag 1 1 
at tctaccac 
ggcccagc t g 
a t accagcgc 
ca tactggcc 
ggg taaggac 
caact teg tg 
gcctgcggcc 
tct gcctaag 
ggcctccatt 



gcagctaaca 
ctagacaccc 
ct ggcagcag 
1 1 gctacgcc 
cgct cattcc 
gcctgggtcc 
cttat ctgtc 
1 1 ccccca t c 
t tcctctaca 
1 1 gccagaga 
tcctgga teg 
aacatga tgg 
t gctacgtga 
caggactaea 



cgctgctgct 
ct g t ggtgag 
gt ag tggeag 
aggccctctt 
aactaatcat 
aaaaccacgg 
taact tggct 
t gg t gatgct 
a tggcct cct 
a ct acaacga 
cct tct tcac 
ctgggct gag 
t cc t ctgccg 
cgaggcgctg 



gc tgctgctg 
g t cagcaggg 
cctctatggc 
tgccct tggt 
catct tcaag 
tgctggcct g 
ggtggtgtgg 
t gagtgcaca 
ctcca tcag t 
ggccaaa tg t 
cacggccagc 
cagcctgagc 
cccagacct c 
cggct ccace 



ct tgggact g 
ggccgcct g t 
tt ct ttgggg 
tt caccatct 

tttgtgatga 
aecccac tge 
gaga ccaact 
gcct t tgcc t 
gtcacct tea 
gt ctaegacg 
agcggct teg 
aacagcacag 
t ga 



1560 
1620 
1680 
1740 
1800 
18 60 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2333 



<210> 7 

<211> 10 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : amino acid 
sequence encoded by degenerate primer 

<400> 7 

lie Ala Trp Asp Trp Asn Gly Pro Lys Trp 
15 10 



<210> 8 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : amino acid 
sequence encoded by degenerate primer 

<400> 8 

Leu Pro Glu Asn Tyr Asn Glu Ala Lys Cys 
15 10 
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Application No:: 09/361.852 
NOTICE TO COMPLY WITH REQUIREIViENTST5R PATENT APPLICATIONS .C,ON-BAINING 
NUCLEOTIDE SEQUENCE AND/OR AWUNOuACID SEQUENCE [^SGLOSURES ^' 

The nucleotide and/or amino acid uencedj^bsure contained in this application does not 
comply with the requirements for such a ^tsclosu^ as set forth in 37 C.F.R. 1.821 - 1.825 for the 
following reason(s): \ <j8> 

"Ul 1. This application clearly fails to^fiS1^3S<^^ 1.82M.825. Applicant's 

-J attention is directed to these regulations, published at 1 114 OG 29, May 15, 1990 and at 55 FR 
18230, May 1, 1990. 

S2. This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence 
Listing" as required by 37 C.F.R. 1.821(c). 

0 3. A copy of the "Sequence Listing" in connputer readable form has not been submitted as required by 
37 C.F.R. 1.821(e). 

n4. A copy of the "Sequence Listing" in computer readable form has been submitted. However, the 
content of the computer readable form does not comply with the requirements of 37 C.F.R. 1 .822 
and/or 1 .823, as indicated on the attached copy of the marked -up "Raw Sequence Listing." 

□ 5. The computer readable form that has been filed with this application has been found to be damaged 
and/or unreadable as indicated on the attached CRF Diskette Problem Report. A Substitute 
computer readable form must be submitted as required by 37 C.F.R. 1.825(d). 

n6. The paper copy of the "Sequence Listing" is not the same as the computer readable from of the 
"Sequence Listing" as required by 37 C.F.R. 1.821(e). 

Q 7. Other: - 

Applicant Must Provide: 

^ An initial or substitute computer readable form (CRF) copy of the "Sequence Listing". 

SAn initial or substitute paper copy of the "Sequence Listing'*, as well as an amendment directing its entry 
into the specification. 

0A statement that the content of the paper and computer readable copies are the same and, where 
applicable, include no new matter, as required by 37 C.F.R. 1.821(e) or 1.821(f) or 1.821(g) or 
1.825(b) or 1.825(d). 

For questions regarding compliance to these requirements, please contact: 

For Rules Interpretation, call (703) 308-4216 
For CRF Submission Help, call (703) 308-4212 
For Patentin software help, call (703) 308-6856 

PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR RESPONSE 



